Change: The correlation, measured by a logistic regression, between DM and DX microarray data of all genes with an average signal higher than 2 is 0.53. The correlation for the 141 DM selected genes with the corresponding values in DX arrays was 0.90. The correlation for the 214 DX selected genes with the corresponding values in DM arrays was 0.90. Implication: The correlation between DM and DX data for genes with an average signal higher than 32 is lower than in our previous publication. However, the most important correlation, concerning genes selected for the functional analysis, still has a high significance (R 2 =0.90). Therefore, the assumption published in our manuscript that dendrimer alone has basically the same effect on gene expression as dendriplex is also valid for the new data.
Change: The unique list with the most significant differentially expressed genes in DM and/or DX exposed now macrophages now includes 336 different genes, instead of 331. Implication: Obviously, both the lists of selected genes regulated by DM and DX exposure and their corresponding values of Fold Change and p-Value have been modified. However, the most regulated genes published in our manuscript are still selected, principally IL17F, which plays an important role in the discussion and conclusions of our manuscript. RT-PCR of IL17F, IL23R and IL23A are not affected by the new microarray analysis.
Change: The five principal processes identified by Ingenuity with the new list of genes are summarised in the new Table II . "Cellular movement" remains as the highest scored category (p=4.07×10 ), but the rest of them are not in the new top five of the list. Therefore, the rest of the categories published in the previous manuscript are still , "Cell-to-cell signaling and interaction": p=9.96×10
, "Immune response: p=9.96×10
). It is important to underline that Ingenuity is a dynamic database that continuously incorporates new relations and functions for the different genes. Implication: The Ingenuity analysis of the principal processes affected reveals that the previously published processes are also significantly affected in the new analysis. However, new processes appear now with a higher score as a consequence of the new list of genes. Basically, cell death, cellular development and proliferation appear now. These categories are closely related, and many of the genes involved are common. In our manuscript we said previously that proliferation was one of the most affected functions by DM/DX exposure in macrophages based on the most significant network found by Ingenuity analysis. Thus, it confirms the previous published conclusions. To test the reproducibility of the data, we analysed the same list of genes of the incorrect microarray data published. Results shown different top-five categories based on the statistical significance. Therefore, in general, results of Ingenuity must be taken with caution.
Change: Immune response, principally, and cancer remain to be over-represented in the most significant network identified by Ingenuity Pathway analysis. Implication: The most significant gene network found by Ingenuity using the new gene list shows that immune response, cancer and transcription regulation are highly represented. This result is very similar to previously published, in spite of some changes in genes in both old and new list. 
